Contents: Figure S1 . Native gels of GQS RNA oligonucleotides. Figure S2 . G3L1-7 GQS density as a function of GC content. Figure S3 . Distribution of G2L1-4 GQS in the coding sequence. Table S1 . Genome sequence information. Table S2 . Unique gene models with a GQS in the RNA, Table S4 . Full functional analysis of genes with at least one G2L1-4 GQS present in the RNA. Table S5 . Functional analysis of genes with at least one G2L1-2 GQS present in the RNA. Table S6 . Functional analysis of genes with at least one G2L1 GQS present in the RNA. Table S7 . Functional analysis of genes with at least one G3L1-7 GQS present in the RNA. Figure S1 . Native gels of GQS RNA oligonucleotides. A. RNA GQS oligonucleotides of interest, renatured identically as for Circular Dichroism samples, and run in 100 mM K + . B. RNA GQS 'ladder' oligonucleotides. Lane 1: AG2A, Lane 2: A(G2A)2, Lane 3: A(G2A)3, Lane 4: A(G2A)4. Oligonucleotides with increasing numbers of G2A repeats until a full GQS is achieved, as indicated by the faster migration of the oligonucleotide (seen in Lane 4). Lane 5: AG2AGAAG2AG2A. Mutant version of the oligonucleotide in lane 4. Disruption of the G pattern disrupts GQS formation, resulting in slower migration. Figure S2 . G3L1-7 GQS density as a function of GC content. 15 plant species and 3 non-plant eukaryotes were analyzed. All plant species are in green and fit to a linear regression curve. Non-plant eukaryotes are shown in gray. GC content was determined as described in materials and methods. Figure S3 . Distribution of G2L1-4 GQS in the coding sequence. The number of GQS starting positions that fall within each 100 nt segment of CDS is shown above with bars. The plot is cropped at a CDS length of 4,000; it incorporates 17,497 GQS out of a total of 17,619 GQS (>99%) that are found in the RNA CDS. The dashed black line represents the distribution of the length of all coding sequences from Arabidopsis. Table 4 . Quadparser search parameters were set to include G-patterns, which will be found in RNA, and exclude Cpatterns. In Arabidopsis, there are 39,640 gene models and 33,518 loci, of which 27,379 are protein coding. The noncoding loci correspond to rRNAs, tRNAs, and other annotated ncRNAs (47). Note that GQS from gene models were used for Tables 1-5. (Cat) , and c GO term for gene products encoded by transcripts with at least one G2+L1-4 GQS. Included are d the number of genes (CDS, 5'UTR, 3'UTR, and introns) with a GQS that are annotated for the listed GO term, and e the total number of genes in Arabidopsis with the listed GO term. Also included are f the percentage of genes with GQS with a given GO term and g the appropriate p-value, as determined using the BiNGO program. h The total number of GO-annotated genes with a GQS in G2L1-4 is 9,097. i The total number of GO-annotated genes in A. thaliana is 25,179. Table is sorted in order of increasing p-value. Some GO terms are sub-categories of others. (Cat) , and c GO term for gene products encoded by transcripts with at least one G2+L1-4 GQS. Included are d the number of genes (CDS, 5'UTR, 3'UTR, and introns) with a GQS that are annotated for the listed GO term, and e the total number of genes in Arabidopsis with the listed GO term. Also included are f the percentage of genes with GQS with a given GO term and g the appropriate p-value, as determined using the BiNGO program. h The total number of GO-annotated genes with a GQS in G2L1-4 is 2,811. i The total number of GO-annotated genes in A. thaliana is 25,179. Table is sorted in order of increasing p-value. Some GO terms are sub-categories of others.
